made based on the revised submissions, taking into consideration the authors response to the reviewer reports, as well as reviewer reports on the revisions. Only 40 articles could be accommodated in the proceedings, forcing us to turn down 35, many of which were of high quality. I was hoping that the authors of most of these would be granted the opportunity to submit revised manuscripts to Bioinformatics, where they could be evaluated while their review history is considered. Unfortunately this opportunity was granted only to 11 manuscripts; I hope that if submitted, these will be readily accepted. More importantly, I would like to extend my apology to the authors of the remaining 24 who went through highly demanding and painful review process. I am hopeful that the authors of these manuscripts found the reviewer comments helpful.
The division into areas was somewhat different this year. Two new areas were defined: 'Metabolic Networks' and 'RNA Bioinformatics' and chairs and reviewers with suitable expertise recruited. 'Databases and Ontologies' and 'Text Mining' were merged into a single area.
All in all 368 members of the bioinformatics community provided reviews. Most articles were assigned to three reviewers and some to four or more. There was significant discussion of the merits of the articles first between referees and the area chairs, and then between area chairs and the proceedings chair. The review also included two conference calls with the area chairs. This is an Open Access article distributed under the terms of the Creative Commons Attribution Non-Commercial License (http://creativecommons.org/licenses/ by-nc/3.0/), which permits non-commercial re-use, distribution, and reproduction in any medium, provided the original work is properly cited. For commercial re-use, please contact journals.permissions@oup.com
